Obligatory amino acids in primitive proteins.
Conformational similarity among amino acid residues, a property derived by analysing (phi, psi)-probability distributions of 20 proteinous amino acids from 38 different globular proteins, is used to arrive at a set of six 'obligatory' amino acids of primitive proteins. The amino acids Ser, Val, Leu, Asp, Gly and Pro have been argued to be 'obligatory' and to represent, conformationally, the remaining amino acids. The reasons for consideration of these six residues as 'obligatory' are discussed. Methods to check the validity of our proposition are suggested.